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Infectious bovine keratoconjunctivitis (IBK) is a cattle disease that recently has become an emerging problem for veterinary medicine in Kazakhstan. As was reported by local veterinary doctors, IBK cases with the specific pathology of corneal ulceration were observed first in herds of imported Angus cattle. The IBK cases for which etiology was laboratory confirmed were caused by *Mоraxella* sp., and the etiological agent that was isolated was Moraxella bovis ([@B1]). Thus, it was postulated that IBK caused by *Mоraxella* sp. infection has been introduced into the territory of Kazakhstan with imported cattle ([@B2]). However, presently in the country, IBK has been recorded in all cattle breeds, including locally developed breeds, e.g., the Kazakh white-headed and Aulekol breeds. Beginning in 2002, a different pathogenic species, Moraxella bovoculi, began to be isolated from calves with IBK. Thus, at present, at least two *Moraxella* species participate in transmission and cause the pathogenic process ([@B3]). There is evidence that, depending on the main affected organs (the nasopharynx or eyes in animals with IBK), isolates of Moraxella bovoculi differ in genome structure, gene content, DNA polymorphism diversity, and DNA studies, allowing placement of the various isolates into separate phylogenetic groups ([@B4]).

Moraxella bovoculi strain KZ-1 was isolated by collecting samples of the mucous exudates from the eyes of diseased cows (Kazakh white-headed breed), with subsequent culturing on Colombian agar containing 5% sheep blood. The initial samples were collected in the North Kazakhstan region of Kazakhstan. Determination of the isolate was accomplished by analyzing the 16S rRNA gene fragment. Prior to isolation of genomic DNA, isolated single colonies were subcultured in brain heart infusion (BHI) broth at 37°C with stirring (150 rpm/min). Genomic DNA was isolated from the cultured bacterial strain using the QIAamp DNA minikit (Qiagen). DNA libraries were prepared using the Nextera XT DNA library prep kit (Illumina, San Diego, CA). Sequencing was performed on the MiSeq system using the MiSeq reagent kit v.3 (600 cycles, 2 × 300 bp). As a result, 1,218,680 reads were generated. Trimming of the noninformative sequence ends to Q30 values was performed using Geneious Prime (v.2019.2) and the BBDuk trimmer plugin v.1.0 using the default parameters. The reads were assembled *de novo* with SKESA v.2.3.0 with default parameters ([@B5]). The contigs produced were verified by BLAST v.2.9.0 against the NCBI GenBank nucleotide database of nonredundant sequences ([@B6]). The assembly quality was evaluated using QUAST v.5.0.2 ([@B7]). As a result, 27 contigs and a genomic sequence of 2,105,166 bp were produced. The average sequencing depth was 150×, the *N*~50~ value was 1,628,242 bp, and the genome GC content was 45.62%. Genome annotation was performed using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v. 4.11 with default parameters ([@B8], [@B9]). As a result, 2,043 genes were found, including 1,989 coding DNA sequences (CDSs) (total) and 54 RNAs (7 rRNAs, 43 tRNAs, and 4 noncoding RNAs \[ncRNAs\]).
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This whole genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. [JAAIVK000000000](https://www.ncbi.nlm.nih.gov/nuccore/JAAIVK000000000). The version described in this report is the first version, [JAAIVK010000000](https://www.ncbi.nlm.nih.gov/nuccore/JAAIVK010000000). The raw data from BioProject accession no. [PRJNA604664](https://www.ncbi.nlm.nih.gov/bioproject/PRJNA604664) were submitted to the NCBI SRA under the accession no. [SRR11012145](https://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?view=run_browser&run=SRR11012145).
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